A closer look into DNase I hypersensitivity by He, Housheng H et al.
 
A closer look into DNase I hypersensitivity
 
 
(Article begins on next page)
The Harvard community has made this article openly available.
Please share how this access benefits you. Your story matters.
Citation He, Housheng Hansen, Clifford A Meyer, Henry Long, X
Shirley Liu, and Myles Brown. 2013. A closer look into dnase i
hypersensitivity. Epigenetics & Chromatin 6(Suppl 1): P25.
Published Version doi:10.1186/1756-8935-6-S1-P25
Accessed February 19, 2015 12:00:06 PM EST
Citable Link http://nrs.harvard.edu/urn-3:HUL.InstRepos:10646782
Terms of Use This article was downloaded from Harvard University's DASH
repository, and is made available under the terms and conditions
applicable to Other Posted Material, as set forth at
http://nrs.harvard.edu/urn-3:HUL.InstRepos:dash.current.terms-
of-use#LAAPOSTER PRESENTATION Open Access
A closer look into DNase I hypersensitivity
Housheng Hansen He
1,2,3*, Clifford A Meyer
1,3, Henry Long
3, X Shirley Liu
1,3, Myles Brown
2,3
From Epigenetics and Chromatin: Interactions and processes
Boston, MA, USA. 11-13 March 2013
DNase I hypersensitivity (DHS) combined with next gen-
eration sequencing (DNase-seq) is an efficient way of
observing, in a single experiment, the genome-wide chro-
matin effects associated with the binding of multiple tran-
scription factors. Using quantitative contrasts of DHS
before and after estrogen and androgen stimulation in
breast and prostate cancer cell lines, we have shown that
differential DHS can accurately predict hormone induced
transcription factor binding. Despite its effectiveness, the
DHS assay can vary significantly depending on the experi-
mental parameters. To increase the robustness of this
assay, we have systematically evaluated two major para-
meters, digestion level and fragment size. We found that
while there is a broad range of suitable digestion level,
over-digestion dramatically decreases the efficiency of
detecting DHS regions. More interestingly, we found that
different fragment sizes capture distinct chromatin ele-
ments, and thus represent different chromatin structures.
We were able to classify different combinations of estro-
gen receptor coregulators that resulted in different local
chromatin structures.
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